In the in vitro cultured ODN6-treated flax the level of the CHS gene expression was assessed (Fig. S1A) .
8
Similarly to the primarily observed changes, after multiple passages in the ODN6 -treated flax the 9 repression of the CHS was maintained (RQ = 0.7, in the comparison to the control set as 1).
10
The total methylation of the in vitro cultured treated with ODN6 flax was determined. Similarly to the 11 observed originally changes, the total methylation of cytosines was elevated in the comparison to the 12 control (Fig. S1B ).
13
The expression of genes involved in the epigenetic modifications was investigated in the in vitro 14 cultured ODN6 treated plants (Fig. S1C) . The results have shown that the "epi-genes" are repressed 
34
Relative Quantity (RQ) presents the transcript level in the comparison to the control (set as 1, black). All 35 presented data constitute the mean value ± SD from at least three independent experiments. The 36 significance of the differences between each mean and control was determined by Student's t-test. 
45
(HCT), β-cumarate-3-hydroxylase (C3H). The transcript level of these genes were determined for plants 46 treated with: ODN1 (Fig. S2A ), ODN1 met (Fig. S2B ) and ODN1 pto (Fig. S2C) , after 10 days from the 47 time of treatment.
48
For plants incubated with ODN1, no significant changes in gene expression for 4CL, C4H and
49
C3H was observed, in comparison to control. However, lower transcript levels were presented by genes 50 encoding PAL and HCT, for both genes RQ = 0.8 (Fig. S2A) . Any significant differences in the expression 51 of phenylpropanoid metabolism genes was noted in plants incubated with ODN1 met (Fig. S2B ).
52
However concerning ODN1 pto, plants showed a significant increase in expression of analyzed genes.
53
The most significant overexpression of the tested genes was reported for HCT (2.3-fold increase), PAL
54
(2-fold increase) and C4H (1.7-fold increase). Other genes encoding 4CL and C3H have shown a 1.5-fold
55
increase of the transcript level in the comparison to the control (Fig. S2C ). The expression of genes encoding enzymes involved in the epigenetic modifications 
